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cecf-3 Genomic Sequence 

AGATCTGAAATAAGGTGATAAATTAATAAATTAAGTGTATTTCTGAGGAAATTTGACTGT 
1 + + + + + + 60 

TTTAGCACAATTAATCTTGTTTCAGAAAAAAAGTCCAGTTTTCTAGATTTTTCCGTCTTA 
61 + + - + + + + 120 

TTGTCGAATTAATATCCCTATTATCACTTTTTCATGCTCATCCTCGAGCGGCACGTCCTC 
121 + + + + + + 180 

AAAGAATTGTGAGAGCAAACGCGCTCCCATTGACCTCCACACTCAGCCGCCAAAACAAAC 
181 + + + + + + 240 

GTTCGAACATTCGTGTGTTGTGCTCCTTTTCCGTTATCTTGCAGTCATCTTTTGTCGTT 
241 + - -- + -- + + + + 300 

TTTTCTTTGTTCTTTTTGTTGAACGTGTTGCTAAGCAATTATTACATCAATTGAAGAAAA 
301 + + + + + + 360 

GGCTCGCCGATTTATTGTTGCCAGAAAGATTCTGAGATTCTCGAAGTCGATTTTATAATA 
361 + + + + + + 420 

TTTAACCTTGGTTTTTGCATTGTTTCGTTTAAAAAAACCACTGTTTATGTGAAAAACGA 
421 + + + + + + 480 

TAGTTTACTAATAAAACTACTTTTAAACCTTTACCTTTACCTCACCGCTCCGTGTTCATG 
481 + + + -- --h + + 540 

GCTCATAGATTTTCGATACTCAAATCCAAAAATAAATTTACGAGGGCAATTAATGTGAAA 
541 + + + + + + 600 

CAAAAACAATCCTAAGATTTCCACATGTTTGACCTCTCCGGCACCTTCTTCCTTAGCCCC 
601 + - + + + + + 660 

ACCACTCCATCACCTCTTTGGCGGTGTTCTTCGAAACCCACTTAGGAAAGCAGTGTGTAT 
661 + + + + + + 720 

CTCATTTGGTATGCTCTTTTCGATTTTATAGCTCTTTGTCGCAATTTCAATGCTTTAAAC 
721 + + + + + + 760 

AATCCAAATCGCATTATATTTGTGCATGGAGGCAAATGACGGGGTTGGAATCTTAGATGA 
781 + + + + - + + 840 

GATCAGGAGCTTTCAGGGTAAACGCCCGGTTCATTTTGTACCACATTTCATCATTTTCCT 
841 + - + + + + + 900 

GTCGTCCTTGGTATCCTCAACTTGTCCCGGTTTTGTTTTCGGTACACTCTTCCGTGATGC 
901 + + + + + + 960 

CACCTGTCTCCGTCTCAATTATCGTTTAGAAATGTGAACTGTCCAGATGGGTGACTCATA 
961 + + + + + + 1020 

TTGCTGCTGCTACAATCCACTTTCTTTTCTCATCGGCAGTCTTACGAGCCCATCATAAAC 
1021 + + + + + --- + 1080 

TTTTTTTTCCGCGAAATTTGCAATAAACCGGCCAAAAACTTTCTCCAAATTGTTACGCAA 
1081 + + + + + + 1140 

TATATACAATCCATAAGAATATCTTCTCAATGTTTATGATTTCTTCGCAGCACTTTCTCT 
1141 + - + + + + + 1200 

TCGTGTGCTAACATCTTATTTTTATAATATTTCCGCTAAAATTCCGATTTTTGAGTATTA 
1201 + + + + + + 1260 

ATTTATCGTAAAATTATCATAATAGCACCGAAAACTACTAAAAATGGTAAAAGCTCCTTT 
1261 - + + + + + + 1320 

Repeat 1 



TAAATCGGCTCGACATTATCGTATTAAGGAATCACAAAATTCTGAGAATGCGTACTGCGC 
1321 + + + + + + 1380 



AACATATTTGACGGCAAAATATCTCGTAGCGAAAACTACAGTAATTCTTTAAATGACTAC 
1381 + + + + + + 1440 



Fig. 3 
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Repeat 1 

TGTAGCGCTTGTGTCGATTTACGGGCTCAATTTTTGAAAATAATTTTTTTTTTCGAATTT 
1441 + + + + -- + + 1500 



TGATAACCCGTAAATCGTCACAACGCTACAGTAGTCATTTARAGGATTACTGTAGTTCTA 
1501 + + -- + + + + 1560 

GCTACGAGATATTTTGCGCGCCAAATATGACTGTAATACGCATTCTCTGAATTTTGTGTT 
1561 + + -- -- + + - + -+ 1620 

TCCGTAATAATTTCACAAGATTTTGGCATTCCACTTTAAAGGCGCACAGGATTTATTCCA 
1621 + + + + + - 1680 

ATGGGTCTCGGCACGCAAAAAGTTTGATAGACTTTTAAATTCTCCTTGCATTTTTAATTC 
1681 + + -- + + - + - + 1740 

AATTACTAAAATTTTCGTGAATTTTTCTGTTAAAATTTTTAAAATCAGTTTTCTAATATT 
1741 -- + + - + + + ----+ 1800 

TTCCAGGCTGACAAACAGAAACAAAAACACAACAAACATTTTAAAAATCAGTTTTCAAAT 
1801 + -.-- + - + + -. + - + I860 

TAAAAATAACGATTTCTCATTGAAAATTGTGTTTTATGTTTQCGAAAATAAAAGAGAACT 
1861 + + - + -- + + + 1920 

GATTCAAAACAATTTTAACAAAAAAAAACCCCAAAATTCGCCAGAAATCAAGATAAAAAA 
1921 + + + + + + 1980 

TTCAAGAGGGTCAAAATTTTCCGATTTTACTGACTTTCACCTTTTTTTTCGTAGTTCAGT 
1981 + + + + + + 2040 

GCAGTTGTTGGAGTTTTTGACGAAAACTAGGAAAAAAATCGATAAAAATTACTCAAATCG 
2041 + + + + + + 2100 

AGCTGAATTTTGAGGACAATGTTTAAAAAAAAACACTATTTTTCCAATAATTTCACTCAT 
2101 + + + + + + 2160 



TTTCAGACTAAATCGAAAATCAAATCGTACTCTGACTACGGGTCAGTAGAGAGGTCAACC 

2161 + + + + + + 2220 

ATCAGCCGAAGATGATGCGTCAAGATAGAAGGAGCTTGCTAGAGAGGAACATTATGATGT 

2221 + + + + + + 2280 

MMRQDRRSLLERNIMMF 
1 10 

T(nlO40) 

TCTCTAGTCATCTAAAAGTCGATGAAATTCTCGAAGTTCTCATCGCAAAACAAGTGTTGA 

2281 + + + + + + 2340 

SSHLKVDEILEVLIAKQVLN 
20 30 

I intron 1 

ATAGTGATAATGGAGATATGATTAATGTGAGTTTTTAATCGAATAATAATTTTAAAAAAA 

2341 + + + + + + 2400 

SDNGDMIN 
40 

I 

AATTGATAATATAAAGAATATTTTTGCAGTCATGTGGAACGGTTCGCGAGAAGAGACGGG 

2401 + + + + + + 2460 

SCGTVREKRRE 
50 
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A(n718) 

I 

AGATCGTGAAAGCAGTGCAACGACGGGGAGATGTGGCGTTCGACGCGTTTTATGATGCTC 

2461 + + + + --- + + 2520 

IVKAVQRRGDVAPDAFYDAL 
60 70 

I intron 2 

TTCGCTCTACGGGACACGAAGGACTTGCTGAAGTTCTTGAACCTCTCGCCAGATCGTAGG 

2521 + + + + + + 2580 

RSTGHEGLAEVLEPLARS 
80 90 

TTTTTAAAGTTCGGCGCAAAAGCAAGGGTCTCACGGAAAAAAGAGGCGGATCGTAATTTT 
2581 + + --- + + --- + + 2640 

GCAACCCACCGGCACGGTTTTTTCCTCCGAAAATCGGAAATTATGCACTTTCCCAAATAT 
2641 + - -- + + + + + 2700 

TTGAAGTGAAATATATTTTATTTACTGAAAGCTCGAGTGATTATTTATTTTTTAACACfA 
2701 + + + + + + 2760 

ATTTTCGTGGCGCAAAAGGCCATTTTGTAGATTTGCCGAAAATACTTGTCACACACACAC 
2761 + + + + + 



ooo n 

^ W \# 



ACACACATCTCCTTCAAATATCCCTTTTTCCAGTGTTGACTCGAATGCTGTCGAATTCGA 

2821 + - -- + + ^-- + + + 2880 

VDSNAV EFE 
100 

GTGTCCAATGTCACCGGCAAGCCATCGTCGGAGCCGCGCATTGAGCCCCGCCGGCTACAC 

2881 + + -- + + + + 2940 

CPMSP ASHRRSRALSPAGYT 
110 120 

TTCACCGACCCGAGTTCACCGTGACAGCGTCTCTTCAGTGTCATCATTCACTTCTTATCA 

2941 + + + + + + 3000 

SPTRVHRDSVSSVSSFTSYQ 

130 140 

GGATATCTACTCAAGAGCAAGATCTCGTTCTCGATCGCGTGCACTTCATTCATCGGATCG 

3001 + + + + + + 3060 

DIYSRARSRSRSRALHSSDR 
150 1 60 

I intron 3 

ACACAATTATTCATCTCCTCCAGTCAACGCATTTCCCAGCCAACCTTGTATGTTGATGCG 

3061 + + + + + + 3120 

HNYSSPPVNAFPSQPS 

170 

Repeat 1 

AACACTAAATTCTGAGAATGCGCATTACTCAACATATTTGACGCGCAAATATCTCGTAGC 
3121 + + + + + + 3180 



GAAAAATACA6TAACCCTTTAAATGACTATTGTAGTGTCGATTTACGGGCTCGATTTTCG 
3181 + + + + + + 3240 



Fig. 3 (cont) 



6/24 

AAACGAATATATGCTCGAATTGTGACAACGAATTTTAATTTGTCATTTTTGTGTTTTCTT 
3241 --- - + + + + + + 3300 

Repeat 1 



TTGATATTTTTGATCAATTAATAAATTATTTCCGTAAACAGACACCAGCGCTACAGTACT 
3301 + + - --- + -- + - + + 3360 



CTTTTAAAGAGTTACAGTAGTTTTCGCTTCAAGATATTTTGAAAAGAATTTTAAACATTT 
3361 + + + + + + 3420 

TGAAAAAAAATCATCTAACATGTGCCAAAACGCTTTTTTCAAGTTTCGCAGATTTTTTGA 
3421 + + + + + + 3480 

Repeat 2 



TTTTTTTCATTCAAGATATGCTTATTAACACATATAATTATCATTAATGTGAATTTCTTG 
3481 + + + + + + 3540 



TAGAAATTTTGGGCTTTTCGTTCTAGTATGCTCTACTTTTGAAATTGCTCAACGAAAAAA 
3541 + - + -- - + + + + 3600 



TCATGTGGTTTGTTCATATGAATGACGAAAAATAGCAATTTTTTATATATTTTCCCCTAT 
3601 + + + + + + 3660 



TCATGTTGTGCAGAAAAATAGTAAAAAAGCGCATGCATTTTTCGACATTTTTTACATCGA 
3661 + + + -- + + + 3720 

ACGACAGCTCACTTCACATGCTGAAGACGAGAGACGCGGAGAAATACCACACATCTTTCT 
3721 + + + + + + 3780 

Repeat 2 

<======================================:==================== 

GCGTCTCTCGTCTTCAGCATGTGAAATGGGATCTCGGTCGATGTAAAAAAATGTCGAATA 
3781 + + + + + + 3840 



ATGTAAAAAATGCATGCGTTTTTTTACACTTTTCTGCACAAATGAATAGGGGGAAAATGT 
3841 + + + + + + 3900 



ATTAAAATACATTTTTTGTATTTTTCAACATCACATGATTAAGCCCATTATTTTTTCGTT 
3901 + --- + .-- - + + + + 3960 



GAGCAACTTAAAAAGTAGAGAATATTAGAGCGAAAACCAAAATTTCTTCAAGATATTACC 
3961 + + + + + + 4020 



TTTATTGATAATTATAGATGTTAATAAGCATATCTTGAATGAAAGTCAGCAAAAATATGT 
4021 + - + + + + + 4080 
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4081 + + + + + + 4140 

TTTTTGCATTTTTCTACATCACATGAATGTAGAAAATTAAAAGGGAAATCAAAATTTCTA 

4141 + --- + -- + + - + + 4200 

GAGGATATAATTGAATGAAACATTGCGAAATTAAAATGTGCGAAACGTCAAAAAAGAGGA 

4201 + + -- + + + + 4260 



AATTTGGGTATCAAAATCGATCCTAAAACCAACACATTTCAGCATCCGCCAACTGTTCAT 

4261 + + + + + + 4320 

S A N S S F 
180 



TCACCGGATGCTCTTCTCTCGGATACAGTTCAAGTCGTAATCGCTCATTCAGCAAAGCTT 

4321 + + + + + + 4380 

TGCSSLGYSSSRNRSFSKAS 
190 200 

CTGGACCAACTCAATACATATTCCATGAAGAGGATATGAACTTTGTCGATGCACCAACCA 

4381 + --- + + -- + --- + + 4440 

GPTQYIFHEEDMNFVDAPTI 
210 220 



TAAGCCGTGTTTTCGACGAGAAAACCATGTACAGAAACTTCTCGAGTCCTCGTGGAATGT 

4441 + + + + + + 4500 

SRVFDEKTMYRNFSSPRGMC 
230 240 



GCCTCATCATAAATAATGAACACTTTGAGCAGATGCCAACACGGAATGGTACCAAGGCCG 

4501 + + + + - + + 4560 

LIINNEHFEQMPTRNGTKAD 
250 260 

ACAAGGACAATCTTACCAATTTGTTCAGATGCATGGGCTATACGGTTATTTGCAAGGACA 

4561 + + + + --- + + 4620 

KDNLTNLFRCMGYTVICKDN 
270 280 

j intron 4 

ATCTGACGGGAAGGGTACGGCGAAATTATATTACCCAAACGCGAAATTTGCCATTTTGCG 

4621 + + + + + + 4680 

L T G R 



Repeat 3 

===============================> 

CCGAAAATGTGGCGCCCGGTCTCGACACGACAATTTGTGTTAAATGCAAAAATGTATAAT 
4681 + + + + + + 4740 

TTTGCAAAAAACAAAATTTTGAACTTCCGCGAAAATGATTTACCTAGTTTCGAAATTTTC 
4741 + + + + + + 4800 

GTTTTTTCCGGCTACATTATGTGTTTTTTCTTAGTTTTTCTATAATATTTGATGTAAAAA 
4801 + + + -- + + + 4860 

ACCGTTTGTAAATTTTCAGACAATTTTCCGCATACAAAACTTGATAGCACGAAATCAATT 
4861 + + -- + --- + + + 4920 

TTCTGAATTTTCAAAATTATCCAAAAATGCACAATTTAAAATTTGTGAAAATTGGCAAAC 
4921 + - -- + + + + + 4980 
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GGTGTTTCAATATGAAATGTATTTTTAAAAACTTTAAAAACCACTCCGGAAAAGCAATAA 
4981 - + + + + + + 5040 

AAATCAAAACAACGTCACAATTCAAATTCAAAAGTTATTCATCCGATTTGTTTATTTTTG 
5041 - --- + + + + + + 5100 

CAAAATTTGAAAAAATCATGAAGGATTTAGAAAAGTTTTATAACATTTTTTCTAGATTTT 
5101 - + + + + + + 5160 

TCAAAATTTTTTTTAACAAATCGAGAAAAAGAGAATGAAAAATCGATTTTAAAAATATCC 
5161 + + + + + ---+ 5220 

Repeat 3 



ACAGCTTCGAGAGTTTGAAATTACAGTACTCCTTAAAGGCGCACACCCCATTTGCATTGG 
5221 + + + + + + 5280 



ACCAAAAATTTGTCGTGTCGAGACCAGGTACCGTAGTTTTTGTCGCAAAAATTGCACCAT 
5281 + + + + + + 5340 

TGGACAATAAACCTTCCTAATCACCAAAAAGTAAAATTGAAATCTTCGAAAAGCCAAAAA 
5341 + + + + + + 5400 

ATTCAAAAAAAAAGTCGAATTTCGATTTTTTTTTTGGTTTTTTGGTCCCAAAAACCAAAA 
5401 + - + - --- + + + ---+ 5460 

AAATCAATTTTCTGCAAAATACCAAAAAGAAACCCGAAAAAATTTCCCAGCCTTGTTCCT 
5461 + -- + + + + + 5520 

I 

AATGTAAACTGATATTTAATTTCCAGGGAATGCTCCTGACAATTCGAGACTTTGCCAAAC 

5521 + + + + + + 5580 

GMLLTIRDFAKH 
290 300 

ACGAATCACACGGAGATTCTGCGATACTCGTGATTCTATCACACGGAGAAGAGAATGTGA 

5581 + + + + + + 5640 

ESHGDSAILVILSHGEENVI 

310 320 
TTATTGGAGTTGATGATATACCGATTAGTACACACGAGATATATGATCTTCTCAACGCGG 

5641 + -- -- + + + - + + 

IGVDDIPISTHEIYDLLNAA 

330 340 

A(n2433) 
I I intron 5 

CAAATGCTCCCCGTCTGGCGAATAAGCCGAAAATCGTTTTTGTGCAGGCTTGTCGAGGCG 

5701 + -- -- + + + - + + 5760 

NAPRLANKPKIVFVQACRGE 

350 360 



GTTCGTTTTTTATTTTAATTTTAATATAAATATTTTAAATAAATTCATTTTCAGAACGTC 

5761 + - + + + - + + 5820 

R R 

GTGACAATGGATTCCCAGTCTTGGATTCTGTCGACGGAGTTCCTGCATTTCTTCGTCGTG 

5821 -- + + + + -- - + - + 5880 

DNGFPVLDSVDGVPAFLRRG 

370 380 
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T(nll65) 

I 

GATGGGACAATCGAGACGGGCCATTGTTCAATTTTCTTGGATGTGTGCGGCCGCAAGTTC 

5881 + -- - + + + + + 5940 

WDNRDGPLFNFLGCVRPQVQ 

390 400 

I intron 6 

AGGTTGCAATTTAATTTCTTGAATGAGAATATTCCTTCAAAAAATCTAAAATAGATTTTT 
5941 + + + + + + 6000 

ATTCCAGAAAGTCCCGATCGAAAAATTGCGATATAATTACGAAATTTGTGATAAAATGAC 
6001 + + + --^ + + + 6060 

Repeat 4 

AAACCAATCAGCATCGTCGATCTCCGCCCACTTCATCGGATTGGTTTGAAAGTGGGCGGA 
6061 + --^ + + + + + 6120 

=================> 

GTGAATTGCTGATTGGTCGCAGTTTTCAGTTTAGAGGGAATTTAAAAATCGCCTTTTCGA 
6121 + + + + + + 6180 

AAATTAAAAATTGATTTTTTCAATTTTTTCGAAAAATATTCCGATTATTTTATATTCTTT 
6181 + + --- + - + -- -- + + 6240 

A(n717) 

GGAGCGAAAGCCCCGTCCTGTAAACATTTTTAAATGATAATTAATAAATTTTTGCAGCAA 

6241 + -- + + - + + -- + 6300 

Q 

T(nl949) 

I 

GTGTGGAGAAAGAAGCCGAGCCAAGCTGACATTCTGATTCGATACGCAACGACAGCTCAA 

6301 + + + + + + 6360 

VWRKKPSQADILIRYATTAQ 
410 420 

A(nl286) 

TATGTTTCGTGGAGAAACAGTGCTCGTGGATCATGGTTCATTCAAGCCGTCTGTGAAGTG 

6361 + -- - + + + + + 6420 

YVSWRNSARGSWFIQAVCEV 
430 440 

T(nll29,nll64) 

I 

TTCTCGACACACGCAAAGGATATGGATGTTGTTGAGCTGCTGACTGAAGTCAATAAGAAG 

6421 + + - + + -- -- + -- --+ 6480 

FSTHAKDMDVVELLTEVNKK 
450 460 

T(n2430) A(n2426) 
I I I intron 7 

GTCGCTTGTGGATTTCAGACATCACAGGGATCGAATATTTTGAAACAGATGCCAGAGGTA 

6481 + + + + + + 6540 

VACGFQTSQGSNILKQMPE 
470 480 



Fig. 3 (cont) 



10/24 



Repeat 5 

CTTGAAACAAACAATGCATGTCTAACTTTTAAGGACACAGAAAAATAGGCAGAGGCTCCT 
6541 + + + - + + + 6600 

==================-=====> 

TTTGCAAGCCTGCCGCGCGTCAACCTAGAATTTTAGTTTTTAGCTAAAATGATTGATTTT 
6601 + + - + + + + 6660 

GAATATTTTATGCTAATTTTTTTGCGTTAAATTTTGAAATAGTCACTATTTATCGGGTTT 
6661 + + --- - + + + --+ 6720 

CCAGTAAAAAATGTTTATTAGCCATTGGATTTTACTGAAAACGAAAATTTGTAGTTTTTC 
6721 + --- + - + + + + 6780 

AACGAAATTTATCGATTTTTAAATGTAAAAAAAAATAGCGAAAATTACATCAACCATCAA 
6781 + + - + --- ^. + + 6840 

GCATTTAAGCCAAAATTGTTAACTCATTTAAAAATTAATTCAAAGTTGTCCACGAGTATT 
6841 + + --- + -- - + + - + 6900 

Repeat 5 

ACACGGTTGGCGCGCGGCAAGTTTGCAAAACGACGCTCCGCCTCTTTTTCTGTGCGGCTT 
6901 + + + + + + 6960 

T{nll63) 

===== I I 

GAAAACAAGGGATCGGTTTAGATTTTTCCCCAAAATTTAAATTAAATTTCAGATGACATC 

6961 + + + -- + + + 7020 

M T S 



CCGCCTGCTCAAAAAGTTCTACTTTTGGCCGGAAGCACGAAACTCTGCCGTCTAAAATTC 

7021 + + + -- -- + + + 7080 

RLLKKFYFWPEARNSAV* 
490 500 

ACTCGTGATTCATTGCCCAATTGATAATTGTCTGTATCTTCTCCCCCAGTTCTCTTTCGC 
7081 + + + + + + 7140 

CCAATTAGTTTAAAACCATGTGTATATTGTTATCCTATACTCATTTCACTTTATCATTCT 
7141 + + + + + + 7200 

ATCATTTCTCTTCCCATTTTCACACATTTCCATTTCTCTACGATAATCTAAAATTATGAC 
7201 + + + + + + 7260 

GTTTGTGTCTCGAACGCATAATAATTTTAATAACTCGTTTTGAATTTGATTAGTTGTTGT 
7261 + + + + + + 7320 

GCCCAGTATATATGTATGTACTATGCTTCTATCAACAAAATAGTTTCATAGATCATCACC 
7321 + + + + + + 7380 

CCAACCCCACCAACCTACCGTACCATATTCATTTTTGCCGGGAATCAATTTCGATTAATT 
7381 + + + + + + 7440 

TTAACCTATTTTTTCGCCACAAAAAATCTAATATTTGAATTAACGAATAGCATTCCCATC 
7441 + + + + + + 7500 

TCTCCCGTGCCGGAATGCCTCCCGGCCTTTTAAAGTTCGGAACATTTGGCAATTATGTAT 
7501 + + + + + + 7560 

AAATTTGTAGGTCCCCCCCATCATTTCCCGCCCATCATCTCAAATTGCATTCTTTTTTCG 
7561 + + + + + + 7620 

CCGTGATATCCCGATTCTGGTCAGCAAAGATCT 
7621 + + + --- 7653 
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Alignment of ced-3 and Human Interleukin -Ip convertase 

ICE 1 MADKVLKEKRKLFIRSM. . . .6E6TIN6LLDELLQTRVLNKEEMEKVKRE 

• I* I • • ••••I* I* III *• * * 

•••■•|« I** ** |**««|||**« •••• • 

Ced-3 1 . . .MHRQDRRSLLERNIMMFSSHLKVDEILEVLIAKQVLNSDN6DMIN.S 



BGAFQ 
PBA 



4 7 NATVMDKTRALIDSVIPK6AQACQ . ICITYICEEDS YLA6TL6LSADQTS 

. I I . I I . . I I I II • I • I 

|**«*«| I • •« ••••• 11**1* I ** 

4 7 CGTVREKRREIVKAVQRP6DVAFDAFYDALRSTGHEGLAEVLEPLARSVD 

R 

BFAFQ ================================================== 

PBA ================================================== 



autocleavage site 

96 GNYLNMQ DSQGVLSSF 

:i :::: || : :||| 

97 SHAVEFECPM SPASHRRSRALSPAGYTSPTRVHRDSVSSVSSFTSYODIY 

serine-rich region 

PBA ================================================== 



112 PAPQAVQDNPAMPTSS6SEGNVKLCSLE 

I • I I • I I • • I 

■ ••II •••• •! • 

147 SRARSRSRSRALHSSDRHNYSSPPVNAFPSOPSSANSSFTGCSSLGYSSS 



BGAFQ 
PBA 



140 EAQRIWKQKSAEI YPIMDK SSRTRLAL 

...:.|..::. | : :, ||. :.| 

197 RNRSFSKASGPTQ YIFHEEDMNFVDAPTI SRVFDEKTMYRNFS SPRGMCL 

Fig. 6A 
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ICE 167 
Ced-3 247 
B6AFQ 

217 
297 

B6AFQ 

266 
339 

BGAFQ 

315 
389 

351 
439 

395 
489 



IICNEEFDSIPRRT6AEVDIT6MTMLLQNL6YSVDVKKNLTASDMTTELE 

II l|.|: :| |.|...| ..:| I : • :||.| • M II : • : I 
IINNEHFEQMPTRNGTK2a}KDNLTNLFRCMGYTVICKDNLTGR6MLLTIR 



AFAHRPEHKTSDSTFLVFMSH6IREGIC6KKHSEQVPDI . LQLNAIFNML 
.||.:..| :||.:||::||| :.|.| |.|| : :.|:::| 

DFAKHESH . . GDSAILVILSHGEENVII6 VDDIPISTHEIYDLL 



active site autocleavage site 
NTKNCPSLKDKPKVIIIQACRGDSPGWW.FKDSVGVSGNLSLPTTEEFE 
|. |.|.| :|||::::|||||:..: .: . |||:. ..: .. :: : 
NAANAPRLANKPXIVFVQACR6ERR0NGFPVLDSVDGVPAFLRRGWDNRD 

>^ 

s 



DDAI KKAHIEKDFIAFCSSTFDNVSWRHPTMGSVFI 

: . : ; I . : I : : : . . | : : | | | | : . . . | | | | 

GPLFNFLGCVRPQVQQVWRKKPSQADILIRYATTAQYVSWRNSARGSWFI 

Stop stop 



GRLIEHMQEYACSCDVEEIF. . . .RKVRFSFEQPDGRAQMPTT.ERVT.L 
. :.| : ..| . M |:: :|| :|: .:|.. :. | .: | 
QAVCEVFSTHAKDMDWELLTEVNKKVACGFQTSQGSNILKQMPEMTSRL 

4- 4' 4 

V V K F 



TRCFYLFPGH* . . . . 404 

: ||::|: 
LKKFYFWPEARNSAV 503 



Fig. 6A (cont) 
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Lines 



1 01 MHRQDRRSLLERMIMMFSSHLKVDEILEVLIAKQVLNSDNGDHINSCGTV 50 

2 •••••• W_ •••••• LS • • • K • •Li* vD* • • • • • • • • m 

3 TVSISLI..R M 

1 51 REKRREIVKAVQRPGDVAFDAFYDALRSTGHEGLAEVLEPLARSVDSNAV 100 

2 .DNEK R..E D. . .ND. .D. .M. .S.P .P. 

3 

1 101 EFECPHSPASHRRSRALSPAGYTSPTRVHBiiVSSVSSFTS_YQDIYSRA 149 

2 PM S P .A I T...V 

3 S 

1 150 RSRSR_SRALHSSDRHNYSSPPVNAFPSQPSSANSSFTGCSSLGYSSSRN 198 

2 ..S..S..P.Q M.AA_TS A 

3 T... ..P..T V..S_.S.Q...A S T 

1 199 RSFSKASGPTQYIFHEEDMNFVDAPTISRVFDEKTMYRNFSSPR6MCLI 247 

2 T.AQS Y H L... 

3 ..Y....AHS Y H T...L... 

1 248 INNEHFEQHPTRNGTKADKDNLTNLFRCM6YTVICKDNLTGRGMLLTIRD 297 

2 1 E..S...S 

3 P IS I.H M 

1 298 FAKHESHGDSAILVILSH6EENVIIGVDDIPISTHEIYDLLNAANAPRLA 347 

2 .GRNDM VSVNV 

3 ...N.T VSVNV.... X 



1 348 NKPKIVFV BACR^ RRDNGFPVI^gVDGVPAFLRRGVroNRDGPLFNFLGC 397 

2 L SLI 

3 ....L V LI KG 

1 398 VRPQVQQVWRKKPSQADILIRYATTAQYVSWRNSARGSWFIQAVCEVFST 447 

2 M..A L 

3 ....A A L 

1 448 HAKDMDWELLTEVNKKVACGFQTSQGSMILKQHPEMTSRLLKKFYFWPE 497 

2 L 

3 A L 

1 498 _ARN_SAV 503 

2 DRG . • ... 

3 D..RS... 



Fig. 7 
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Interleukin-lp convertase cDNA sequence 



1 

•Mm 




AAAA6CCAT6 

AAnAiWW Wf% Jb w 


GCC6ACAAG6 

>9W W ^7** W*af*\7>7 


TCCTGAAGGA 


GAAGAGAAA6 


51 




GTTCPATGGG 

wX X^^AXwww 


TGAAGGTACA 

X wAAww X nw A 


ATAAATG6CT 


TACTGGATGA 

X W X \7W^Xa X \^x% 


101 

X w X 




APAAGGGTGC 

AXi^AA www X \JV^ 


TGAACAAGGA 

X wAAw AAwwA 


AGAGAT6GA6 

A WA w A X wwA w 


AAAGTAAAAC 

XMnX%\7 X XaX»XlX*w 


151 




TAPAGTTATG 

XAWAwX XAXw 


6ATAAGACCP 

W A X 4U% w A W W W 


GAGCTTTGAT 

wf* WW XXX wX* X 


TGACTCCGTT 

X wXXW X W^^7 X X 


201 

A U X 


AX X \.»\i#\3/UlACr 


GGGTAPAGGT! 

\7wvIwAwAw\JV 


ATGCrAAATT 

AX wwwXUUlX X 


TGCATCACAT 

X WwA X ^ Aw A X 


ACATTTGTGA 

XawXaX X X wx wx& 


251 

M ^ X 


AGAAGACAGT 


TACCTGGCAG 

X Aw w X wwwAw 


GGACGCT6GG 

wwnw WW X www 


ACTCTCAGCA 

nw X w X wxiwwxi 


GATCAAACAT 

WA X WX*XU1kWX% X 


301 

w V X 


CTGGAAATTA 

W X WW AAfl X X XX 


CCTTAATAT6 

WW JL xnnxxixw 


CAA6ACTCTC 

WfU*wlX*w X W A W 


AAGGAGTACT 

X*X*>7^7Xlii W^ X XI W X 


TTCTTCCTTT 

X X W X X WW XXX 


351 


W WAwW X WW X w 


AGGC^AGTGCA 

AwwwAwX wWA 


GGACAACCCA 

WWAwXWaWW w«« 


GCTATGCCCA 

\7W XX%X WW WWX* 


CATCCTCAGG 

WX% X W W X WX»\7^7 


401 

9 V X 


CTCAGAAGGG 

w X wf»winA www 


AATGTCAAGC 

a w a WfU*WW 


TTTGCTCCCT 

A X X w># X W W W X 


AGAAGAA6CT 


CAAA66ATAT 


451 


GGAAACAAAA 


6TCGGCAGA6 

W X WWWAwAw 


ATTTATCCAA 

x»x X xnxww**** 


TAAT66ACAA 

X XMn X w>9Xa wx*xa 


6TCAAGCCGC 


501 

^ V X 


Aw A^ w X w X X w 


PTCTCATTAT 

W X W X W**X XXIX 


CTGCAAT6AA 

w X WW Af» X wxm 


GAATTTGACA 

WX*X* XXX w<X* WXa 


GTATTCCTAG 

^2 X X* X X W W X X%^7 


^^x 


AA\3r AA w X \J\JA 


wwX\AA\9\3X X\9 


APATrAflAGG 

A^»A X \.»Aw AVJw 


CATGACAATG 

^ A X 0 Awxux X 


CTGCTACAAA 

W X WW X AWAfUl 




A 1 1 VTVTUTV? 1 A 


PAflPnTAGAT 
V# aVjV^V? X aWa 1 


CTGAAAAAAA 
VjX\3aaaaaaA 


ATPTPAPTGP 
A X ^ X W AW X \arW 


TTPGGAPATG 

X X WV7V7A\,#AX\7 




Al,^ 1 A^iiWlVTV.* 


TIM A CCP A TT 
1\jV3A\7\9V.»ax 1 


TfiPAPAPPftlP 


PPACAf^PAPA 

W W AVJAVTW AW A 


AGAPPTPTCA 

AVTAW w X W X \JA 




n A fin A r'HTTP 


PT^S/2T<1TTP A 


TCTPTP A TCUl 
X VvX w X v»aX V7V9 


TATTPftUMAA 
XaX XWVtIjvaa 


C/2P A TTTCTn 


/ 3X 


^IHA ACAA APA 

ViVVAAVZAAAWi 


PTPT/IAHP A A 
U 1 U X IjaVtU AA 


HTPPPAHATA 
V7 X V.» A wi X A 


TAPTAPAAPT 

X AW X AWiAV# X 


P A ATCP A ATP 
W AA X VtV^aa X V# 




MiinniA AP A'P^'P 

1 1 iAAWil\9l 


T^SA ATAPPAA 

1 VTAA 1 A\^U AA 


fiAAPTnPPPA 


A GTTTfi A A CZtl 
a\J XXX \3 aaVM 


APAAAPPHAA 

AV^AAAW WV7AA 




VtV? 1 V7A X I.* A 1 W 


ATPP AnnppT 

axVCaxtVsVC 1 


fippnTfsriTnA 

V7\.»W\9 X V7V3 X \jJ% 


PAnPPPTGOT 

VaItW W w X V7\9 X 


Vj X \JV7 X \7 X VtVS X 


7 U X 


TT A A AfiATTP 
X 1 aaaVtax 


AGTAGTIAGTT 

A\J X A\7V7 AV7 X X 


TPTGGAAAPP 

X W X VJVJAAAw\.« 


TATPTTTAPP 

XAXwX X XAww 


AAPTAPAGAA 

AAw X AW AwAA 


Q51 

7^X 


vja\7X X x\aAVj\j 


ATGATGPTAT 

A X V3A X V3\# X A X 


TAAGAAAGCr 

X AA\JAAA\7w w 


rACATAGAGA 

W A\ii»A X A\9A\3A 


AGGATTTTAT 

AwwAX X X XAX 


1001 


CGCTTTCTGC 


TCTTCCACAC 


CAGATAATGT 


TTCTTGGAGA 


CATCCCACAA 


1051 


TGGGCTCT6T 


TTTTATTGGA 


AGACTCATT6 


AACATATGCA 


AGAATATGCC 


1101 


T6TTCCT6TG 


AT6TGGA66A 


AATTTTCCGC 


AA6GTTCGAT 


TTTCATTTGA 


1151 


GCAGCCA6AT 


GGTA6AGCGC 


A6ATGCCCAC 


CACTGAAA6A 


GTGACTTT6A 


1201 


CAAGATGTTT 


CTACCTCTTC 


CCAG6ACATT 


AAAATAAGGA 


AACTGTATGA 


1251 


ATGTCTGCGG 


6CA6GAA6T6 


AAGAGATC6T 


TCTGTAAAAG 


6TTTTTGGAA 


1301 


TTATGTCTGC 


T6AATAATAA 


ACTTTTTTT6 


AAATAATAAA 


TCTGGTAGAA 


1351 


AAAT6AAAAA 


AAAAAAAAAA 


AAA 







Fig. 8 
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Fig. 11 B 
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